Objective: Head and neck squamous cell carcinoma, including oral squamous cell carcinoma (OSCC) is the sixth most common cancer in the human population. Despite significant efforts committed in treatment of OSCC the overall survival rate of OSCC has not improved significantly. Activating mutations in the fibroblast growth factor receptor 3 (FGFR3) genes are responsible for some human cancers, including bladder and cervical carcinoma. Despite a high frequency in some benign skin disorders, FGFR3 mutations have not been reported in cutaneous malignancies. Therefore, FGFR3 gene may play a role in epithelial biology and mutations of FGFR3 gene may contribute to the development of OSCC.
INTRODUCTION
Head and neck squamous cell carcinoma (HNSCC), including oral squamous cell carcinoma (OSCC), is the sixth most common malignancy worldwide and the third most common cancer in developing countries [1] . In Iran, although registered statistical reports do not include HNSCC in the ten most common cancers among Iranian population but consider it as a frequent malignancy in the head and neck region [2] . The survival rate of patients with HNSCC has not improved significantly despite the improvement of treatment modalities. Therefore, recent studies have focused on molecular target therapies instead of conventional combination of surgery and radiation therapy [3] . Fibroblast growth factor receptor 3 (FGFR3) is a well-known member of growth factor receptors with tyrosine kinase activity which binds to its specific ligands with high affinity [4] . Like other receptors with tyrosine kinase activity, it is composed of an extracellular domain that binds to the ligands; a transmembrane domain, placed in the cytoplasmic membrane and an intracellular domain which is responsible for tyrosine kinase activity of the receptor [5] . The extracellular region of FGFR contains three immunoglobulin-like (Ig-like) domains. To produce various extracellular regions, FGFR3 associated mRNA undergoes different splicing in the posttranscriptional level [6] . Specific germline mutations, mainly localized in exons 7, 10, 12, 15 and 19, considered as the main etiologic factor in some kinds of human skeletal disorders [7] . These disorders include craniosynostoses and chondrodysplasias, such as hypochondroplasia, achondroplasia, severe achondroplasia with developmental delay and acanthosis nigricans (SADDAN), and thanatophoric dysplasia (TD) [8] . Similar but somatic FGFR3 mutations are observed in various benign skin tumors such as seborrheic keratoses and epidermal nevi and also in cancers like multiple myeloma and epithelial malignancies (bladder and cervix carcinomas) [9] . Recently, the functional roles of FGFR3 mutations in the development of actinic cheilitis and cutaneous squamous cell carcinoma have been proposed [4] . Although recently in addition to numerical and structural chromosomal disorders [10] FGFR3 point mutations have been reported in 62% of OSCC cases [11], it seems that complementary studies are needed to clarify the role of FGFR3 mutations in the pathogenesis of OSCC. In the present study, we investigated the presence of FGFR3 mutations in exons 7 and 15 of oral squamous cell carcinoma samples.
MATERIALS AND METHODS

Tissue specimens and clinical data:
Snap frozen tissue biopsies of OSCC (n = 20) cases were retrieved from Iran National Tumor Bank which is funded by the Cancer Institute of Tehran University. All cases were assessed for suitability of DNA analysis. Clinical data, including patient demographics, grading and staging (based on Neville et al. [14] classification) were retrieved from the institute (Table I) .
DNA extraction & PCR:
DNA was extracted using the Accu®Prep Genomic DNA Extraction kit (Bioneer Corp., Seoul, South Korea) by the protocol supplied by the manufacturer. For the PCR procedure, primers were designed to amplify exons 7 and 15 of the FGFR3 gene, regions known to harbor mutations in other cancers. Primers were as follows: Exon 7: 5'-AGTGGCGGTGGTGGTGAGGGAG -3' and 5'-CTGCAAGGTGTGTACAGTGACGCACA -3'; Exon 15: 5'-GTGACCGAGGACAACGTGATG -3' and 5'-GGTGAGTGTAGACTCGGTCAAA -3'. Primer sequences were created using previous study data [12] . PCR was performed using Premix Taq TM Hot Start Version master mix (Takara Bio. Inc., Japan). PCR was carried out with the following cycling conditions: -Exon 7: One cycle at 95°C for 2 minutes and 30 cycles at 95°C for 30 seconds (denaturation), 58°C for 30 seconds (annealing) and 72°C for 50 seconds (extension) followed by one cycle at 72°C for 5 minutes. -Exon 15: One cycle at 95°C for 2 minutes and 30 cycles at 95°C for 30 seconds (denaturation), 61°C for 30 seconds (annealing) and 72°C for 50 seconds (extension) followed by one cycle at 72°C for 5 minutes.
The PCR products were visualized after electrophoresis in 2% agarose to isolate and confirm fragments of the expected size.
DNA sequencing:
Using the Accu®Prep Genomic DNA Extraction kit, the PCR products were isolated and then sent to Millegene DNA Sequencing Service (Toulouse, France) for sequencing. Sequencing was performed in both directions using the same PCR primers. Each exon analysis was performed using ExPAPy-UniProt Knowledge base: Swiss-Prot and TrEMBL.
RESULTS
Exons 7 and 15 of the FGFR3 gene were successfully extracted from OSCC cases. In three cases (3 of 20) silent mutations were identified in exon 7. None resulted in aminoacid changes. All these mutations contained T to C substitution at nucleotide 882 and amino acid position 294 (Fig I) . No mutation was identified in exon 15 (Table II) .
DISCUSSION
Demographic studies have shown that oral and oropharyngeal squamous cell carcinomas represent 3% of cancers in men and 2% of cancers in women. In addition, these kind of cancers represent approximately 2% of the total death in men and 1% in women [13] .
Although OSCC treatment strategies vary based on the stage and location of the cancer, wide surgical excision followed by radiotherapy is still considered as the main core of treatment. Based on the tumor stage, the 5-year disease-free survival rate for intraoral carcinoma will be 76%, if metastasis does not occur by the time of diagnosis (stage I and II), 41% when the cervical nodes are involved (stage III) and only 9% when metastasis below the clavicle is present (stage IV) [14] . Because of high mortality and morbidity associated with conventional treatment of OSCC, new therapeutic strategies are focused on molecular targeted therapies, especially against epidermal growth factor receptors (EGFRs). So, it is recommended to consider monoclonal antibodies and tyrosine kinase inhibitors (TKIs) in the chemotherapeutic regimen to improve treatment effectiveness and reduce post-surgical morbidity [15, 16] . Recent studies have introduced another receptor with tyrosine kinase activity, Fibroblast Growth Factor Receptor (FGFR), which may be considered as a target for molecular therapy. Although somatic mutations of FGFRs are reported in several other benign and malignant neoplasms including multiple myeloma, bladder carcinoma, cervix carcinoma, non-small cell lung cancer and benign skin epidermal tumors [9, [17] [18] [19] , only in urothelial cell carcinomas FGFRs, especially FGFR3, have been T introduced as a biomarker and potential therapeutic target [17] . In the present study, we analyzed exons 7 and 15 of FGFR3 gene to identify novel mutations in OSCC lesions which would lead to structural change and constitutive activation of the receptor. These exons were selected because previous studies have introduced exons 7, 10, 12, 15 and 19 as common mutation sites in related lesions [7] . Exon 7 encodes for the linker region between Ig`-like domains II-III in the extracellular ligand-binding domain; whereas, exon 15 is involved in the synthesis of the intracellular tyrosine kinase domain II [5] . We observed T-to-C transition of nucleotide 882 in three cases (3 out of 20) localized in exon 7. Both wild type and mutational codons encode the same amino acid (aspargine) and consequently this mutation has no significant effect on the receptor structure or function, so we may call it as a "silent mutation".
One recent study [4] has reported the same mutation in SCC arising in actinic cheilitis (AC) and one additional missense mutation (753 C-to-T) in another SCC case. All these mutations are localized in exon 7. Although they additionally reported one missense and two silent mutations in AC cases, they did not interpret them without considering mutations observed in exons 15 and 17. Besides, Zhang et al. [11] did not report any mutation in exon 7 of OSCC cases using PCR-SSCP analysis method. We did not observe mutations reported by Chou et al. [4] in exon 15. They showed one missense mutation in SCC arising in AC and three mutations, one missense and two silent, in AC cases. The authors declared that the higher frequency of missense mutations in the early stage of SCC arising in AC may help in the early detection of malignancy transition potential of premalignant lesions and this issue would be relevant to possible target therapy. 
